Gene IDs and transcript ratios for transcripts subject to TbZFP3 RNA-IP vs. total RNA
qRT-PCR analysis of transcripts that associate with the TbZFP3mRNP. Log abundance is shown for cDNA derived in the absence (TbZFP3 RIP) with respect to cDNA selected in the presence (+peptide block) of a peptide that prevents TbZFP3 antibody binding.
Supplementary Figure 3
TbZFP3-selected transcripts are specifically upregulated by ectopic TbZFP3, dependent upon the predicted RNA binding domain A. Diagram of the ectopically expressed proteins, TbZFP3-TY and TbZFP3ccAh-TY.
B. Quantitation of transcript targets in response to the inducible expression of ectopic
TbZFP3-TY, or TbZFP3ccAh-TY, normalised with respect to uninduced cells. The TbZFP3-RIP selected transcripts show elevated expression with TbZFP3-TY.
Supplementary Figure 4
Expression of endogenous GrpE mRNA after ectopic expression of TbZFP3TY or native TbZFP3. The upper panel shows the expression of TbZFP3 protein detected using the anti-TbZFP3 antibody (not that the TY tag incorporation causes the TbZFP3 protein to run higher than the endogenous protein). The untagged protein migrates at the same size as the endogenous protein. Expression of either ectopic protein causes the abundance of the GrpE transcript to increase.
Supplementary Figure 5
Western blot of TbZFP3 levels in wildtype (pcf) procyclic cell lines and cells induced, or not, to ectopically express native TbZFP3 (TET+ or TET-). Below the western blot is show the quantitation of the relative TbZFP3 expression. Cells form these samples were used to analyse mRNA decay after actinomycin D treatment in Figure 5 . 
